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In Response

Dear Sir:

We agree with Okeke and others1 that undiscovered
enteroinvasive Escherichia coli (EIEC), as well as unidenti-
fied Shigella infections, may both account for the increased
number of cases detected by Lindsay and others.2 However,
we emphasize that the relative proportion of the two patho-
gens detected depends on the ipaH allele that is examined.
The allele used by Lindsay and others2 is the same allele
that was used by Sahl and others3; this allele resides on
the Shigella chromosome and is not present in any EIEC
isolates that have been sequenced to date (D. Rasko, unpub-
lished data). We believe, therefore, that at least the major-
ity of the excess detected cases are likely to be caused by
Shigella spp.
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